The wide geographic dispersal of ST209 and its relative lack of diversity indicate that 1 8 8 this strain had been transmitted to horses throughout Iceland in a short period of 1 8 9
time, suggesting that this strain was responsible for the epidemic of respiratory 1 9 0 disease. Evidence to support this came from the investigation of the healthy horses 1 9 1 that were introduced to farm 5 and subsequently acquired disease. Seven of the 14 1 9 2
isolates recovered from these horses were ST209, whilst one was ST246. Five of the 1 9 3 six remaining isolates that were recovered from these horses clustered together as a 1 9 4 separate group within the Icelandic population of S. zooepidemicus and were not 1 9 5 recovered from horses that were already resident on farm 5 (Supplementary Table   1 9 6 1). One of the horses introduced into farm 5 (horse 17) did not provide a ST209 1 9 7 strain. Notably this horse was euthanized 23 days post-introduction in contrast to the 1 9 8
other two horses that were euthanized 28 days post-introduction. A possible 1 9 9 explanation for the absence of ST209 may be that these strains were not shed in any 2 0 0 great number until the later time point, and the heterogeneous population of S. had returned to farm 16 on the 4 th of February, were not incubating the disease.
9
Therefore, it is likely that the transmission of ST209 strains to horses at yard A began 2 3 0 between the 5 th and 19 th of February 2010. Estimation of the date of common ancestry for the Icelandic ST209 isolates 2 4 8
Following the resolution of the epidemic we hypothesized that the ST209 strain had 2 4 9 become endemic within the Icelandic horse population, and that the genetic variation 2 5 0 that had accrued since the epidemic could be exploited to estimate the time of most respiratory tract and conjunctiva post-mortem were also used to inoculate these cells.
9 3
Inoculated cells were passaged and the conditioned cell culture media was also used was found to be a strict skyline population model. A maximum clade credibility (MCC) 5 0 0 tree was created from the resulting combined trees using the treeAnnotator program, 5 0 1 also from the BEAST package. The Illumina sequences generated and used in this study have been deposited in the 5 1 5
European Nucleotide Archive under the study accession number ERP000883. The 5 1 6
accession numbers for the sequences of each isolate are listed in Supplementary 5 1 7 shown in columns to the right. The location of isolates recovered from farm 5 is highlighted by the 7 1 0 orange colored entries in the right panel. The isolate from farm 17 that contained an additional 7 1 1 three spacers in its genome sequence is highlighted in green in the right-hand panel. 
